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gb|U94968.1| (1173 letters) 

Query ID ^ 



Database Name nr 

Description All GenBank+ EMBL+ DDBJ+ PDB sequen 
(but no EST, STS, GSS,environmental 
samples or phase 0, 1 or 2 HTGS 
sequences) 
Program BLASTN 2.2.25+ 



Legend for links to other i 



0 UniGene ^ GEO □ Gene ^ Structure Map Viewer PubChem BioAssay 



Accession Description h>1ax 


loM 




E 




Linl(s 


SCO*"*? 














2167 


100% 


00 


100% 




HordeZ vulgare Ha^rirgton^haemogloZ apopr^^^ (hb) 
mRNA, complete cds 


1588 


73% 


0.0 


100% 


ij 














Zea mays clone 13853 mRNA sequence 


913 


5!% 


8e-71 


98% 


u 


Oryza sativa (japonica cultivar-group) hemoglobin 1 (hb1). 










m 


..•SsFSSSSO-S/i hemoglobin 3 (hb3), and hemoglobin 4 (hb4) genes, ■.w.c; 


244 


44% 


8e-61 


76% 


complete cds 










Oryza sativa Japonica Group chromosome 3 clone 


244 


44% 


8e-61 


76% 




0J1 1 75C1 1 , complete sequence 




Genomic sequence for Oryza sativa, NIpponbare strain. 














244 


44% 


8e-61 


76% 




sequence 












Oryza sativa hemoglobin 1 (hb1) gene, complete cds -.viu 


239 


44% 


4e-59 


76% 






817 


44% 


3e-55 




Mm 


mRNA, complete cds 


98% 


Zea mays subsp. parvlglumis hemoglobin gene, complete 
V- > > cds 


185 


10% 


5e-43 


94% 




_ Zea mays clone 316935 non-symblotic hemoglobin 2 ^ 
s. st^v.s. " mRNA, complete cds 


180 


10% 


2e-41 


93% 




Zea mays full-length cDNA clone ZM_BFc0066D21 












' mRNA, complete cds 


178 


10% 


8e-41 


93% 


DQ5i'5'5S55!, - Zea mays clone 3955 mRNA sequence -iv;! 


178 


10% 


8e-41 


93% 


m 


Zea mays hemoglobin (LOC541815), mRNA 












\ >gb|AF236080.1 |AF236080 Zea mays hemoglobin mRNA. iv.ii 


178 


10% 


8e-41 


93% 




complete cds 










Zea mays PC01 1 2753 mRNA sequence ; 


174 


10% 


1e-39 


92% 


m 


s Zea mays hemoglobin gene, complete cds : 


172 


10% 


4e-39 


92% 




Phyllostachys edulls cDNA clone: bphyem203e02, full ^ 
^ Insert sequence 


483 


29% 


5e-38 


98% 




Phyllostachys edulls cDNA clone: bphyem208d1 1 , full 
Insert sequence 


483 


29% 


5e-38 


98% 




Oryza glaberrlma clone OG_BBa0042O02, complete 
Sequence 


139 


9% 


4e-29 


88% 




Oryza sativa (japonica cultlvar-group) hemoglobin 2 (hb2) 




9% 




88% 




gene, complete cds 




4e-29 


m 


Oryza sativa Japonica Group chromosome 3 clone 




9% 




88% 




OSJNBa0081 P02, complete sequence 


139 


4e-29 




s s Oryza sativa hemoglobin 2 (hb2) gene, complete cds 


139 


9% 


4e-29 


88% 




Oryza ruflpogon (W1 943) cDNA clone: 


132 


8% 


6e-27 


90% 




ORW1 943S1 03H20, full Insert sequence -'..w. 




Oryza sativa (Indica cultlvar-group) cDNA 
clone:OSIGCPI026D01, full Insert sequence 


132 


8% 


6e-27 


90% 




Oryza sativa (Indica cultlvar-group) cDNA ,v;;;. 


132 


8% 


6e-27 


90% 


m 
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clone:OSIGCPI013P21, full Insert sequence 

Oryza saliva Japonica Group cDNA, clone: J065076O13, 

full Insert sequence -J^iS 

Oryza satlva Japonica Group Os03g0226200 

(Os03g0226200) mRNA, complete cds ."^^fe 

Oryza satlva Japonica Group cDNA clone:J033028N03, 

full Insert sequence 

Oryza satlva fnemoglobin 2 mRNA, complete cds 
Oryza satlva Japonica Group Os03g0233900 
(Os03g0233900) mRNA, complete cds 
Oryza satlva Japonica Group cDNA clone:001-125-F02, 
full Insert sequence 

Oryza satlva hemoglobin 1 mRNA, complete cds ■> ic 



6e-27 90% 

6e-27 90% 

6e-27 90% 

6e-27 90% 

5e-23 91% 

5e-23 91% 

5e-23 91% 



Strand=Plu£ 



! = 1173/1173 



5 hemoglobin gene, complet 
Expect =0.0 



Query 661 
Sbjct 661 
Query 721 



GAGAACCAAA 



■GTCTGCCGCGGAGGGGGCCGTCGTCTTCAG 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 

GAGAACCAAATTAAGCGGGAAGGAAGCCATGTCTGCCGCGGAGGGGGCCGTCGTCTTCAG 

CGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAA 
I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
CGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAA 



;CTTCTTC 

JCTTCTTC 



- \" - ~TACGTACCCTGCCATTTCTTATTCTATGT( 
TACGTACCCTGCCATTTCTTATTCTATGTi 



AG'"'G'"'AATGAAG'"''"'':'"''"''3ATGCATCTCCTTGACATGCATGCTGCTGCGTGCGTGCC 
AGCGCAATGAAGCCCCCGATGCATCTCCTTGACATGCATGCTGCTGCGTGCGTGCCTCCA 
GGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTCCGACG 
GGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTCCGACG 
TGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCATGGTAA 
TGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCATGGTAA 



TACACCATGrAT'"'T'"'"'"AAj"' 
TACACCATi3i"AT'"T' ■ ' A^. 
TATCAA 



TGAAATACGGCGTGGCAGATGGCCACTTCGAGGTATGCCCACTTGCCCATTAGCCTTGTG 
AATTGTACTAGCATGGGGTGCGTGTTTGATTTTGCATTGCATTCAAAGTTGTCCCCTCAC 
AATTGTACTAGCATGGGGTGCGTGTTTGATTTTGCATTGCATTCAAAGTTGTCCCCTCAC 
ACGCTGTTGCTTCTTCTTCTTCGTCTTGTCACAGGTGACGCGGTTCGCTCTGCTCGAGAC 
ACGCTGTTGCTTCTTCTTCTTCGTCTTGTCACAGGTGACGCGGTTCGCTCTGCTCGAGAC 
GATCAAGGAGGCGCTTCCGGCTGACATGTGGGGGCCCGAGATGAGGAACGCGTGGGGCGA 
GATCAAGGAGGCGCTTCCGGCTGACATGTGGGGGCCCGAGATGAGGAACGCGTGGGGCGA 



:gttgcgatgaatggtgcagacctgcgaggcggctgcgcagttgc 
rcaccgtcagggagaccaccctgaagaggctgggcggcacgcact 



rATATATGCTTCCATGGCT 
iTATATGCTTCCATGGCT 
GAGGCGGCTGCGCAGTTGC 
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Query 961 
Sbjct 961 



;gcactcatataccacgccattttcgccgattgtccgttcaaccttccttgcttcacca 
ccgcactcatataccacgccattttcgccgattgtccgttcaaccttccttgcttcacca 
attcactcatttcaccgttgtgtttgtattgtgtgtttatgtgcactaaagtctattgta 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I 
ATTCACTCATTTCACCGTTGTGTTTGTATTGTGTGTTTATGTGCACTAAAGTCTATTGTA 

ACACTCAATAAAAGTACAAATTATGCACGATATTCACCCCGCTCTACTTTACAG-. t ^ v.t 



10 81 C TTAGAAAAGATGCTTAAATAAATAAATCAATGTTTTTTAGGCACGCGTGCTTATATGTA 
10 81 CTTAGAAAAGATGCTTAAATAAATAAATCAATGTTTTTTAGGCACGCGTGCTTATATGTA 
1141 TCGAGTAAACGTTTAGCCTGTATAAATGAACAC 



1141 TCGAGTAAACGTTTAGCCTGTATAAATGAACAC 



1173 
1173 



>gb|O01228.1|D01228 H 

complete cds 
Length=939 



rington haemoglobin apoprotein (hb) mRNA, 



Strand=Plu£ 



Sbjct 



SGTTCGCTCTGCTCGAGACGATCAAGGAGGCGCTTCCGGCTGACATGTGGG 752 



AGGTGA'. 
GGCCCi.'./ 



Score = 268 bit 
Strand=Plus/Plu; 



Sbjct 



CCTTGGGCTCCGCTTCTTCCTCAAG 145 
155 CCTTGGGCTCCGCTTCTTCCTCAAG 179 



! = 120/120 (100% 



'GATCAAGGAGGCGCTTC 
3GCATACGATCAACTG( 



GGCCCGAGATGAGGAACGCGTGGGGCGAGGCATACGATCAACTGGTCGCGGCCATCAAGC 
AAGAGATGAAGCCAGCTGAGTAGCTCCACCGCACTCATATACCACGCCATTTTCGCCGAT 
AAGAGATGAAGCCAGCTGAGTAGCTCCACCGCACTCATATACCACGCCATTTTCGCCGAT 
TGTCCGTTCAACCTTCCTTGCTTCACCAATTCACTCATTTCACCGTTGTGTTTGTATTGT 
TGTCCGTTCAACCTTCCTTGCTTCACCAATTCACTCATTTCACCGTTGTGTTTGTATTGT 
GTGTTTATGTGCACTAAAGTCTATTGTAACACTCAAT-AAAAGTACAAATTATGCACGAT 
TGCACTAAAGTCTATTGTAACACTCAATCAAAAGTACAAATTATGCACGAT 
GCTCTACTTTACAG.'. tt tt t. tt ttCTGTTAGAGGAACTCTGATTTAGAGGT 
ATTCACCCCGCTCTACTTTACAGTTTTTTTTTTCTGTTAGAGGAACTCTGATTTAGAGGT 
TATGCCTCGTACTAGTACATTGCAATACGCTTAGAAAAGATGCTTAAATAAATAAATCAA 
TATGCCTCGTACTAGTACATTGCAATACGCTTAGAAAAGATGCTTAAATAAATAAATCAA 
SGCACGCGTGCTTATATGTATCGAGTAAACGTTTAGCCTGTATAAATGAAC 
iGGCACGCGTGCTTATATGTATCGAGTAAACGTTTAGCCTGTATAAATGAAC 



GAGAACCAAATTAAGCGGGAAGGAAGCCATGTCTGCCGCGGAGGGGGCCGTCGTCTTCAG 6 0 

GAGAACCAAATTAAGCGGGAAGGAAGCCATGTCTGCCGCGGAGGGGGCCGTCGTCTTCAG 9 4 

CGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAA 120 

CGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAA 154 
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455 GACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCACCGTCAGGGAGACCAC 5 1 ' 



Sbjct 

Sbjct 

Score 
Ider 



353 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACTTCGAGGT 



;i3 bit 



;il5) , 



Expect 
), Gaps 



= 2e-51 
= 1/122 (0^ 



Strand=Plus/Plus 

Query 235 CCTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 
Sbjct 173 CCT-CAAGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 
Query 2 95 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 
CGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 



Sbjct 
Query 



i55 TG 



Sbjct 



J05 bits (219) , 
5 = 322/3" ■-- 
js/Plus 

CTGCCATTTCTT- 



Query 
Sbjct 
Query 



Expect = 3e-10 9 



-ATT-CTATGTGGAAGCAGCGCAATGAAGCCCCCGATGCATCTCCTT 210 



CTGCCATTTCTTACATTAC-ATGTAG-AG — GCACAATGAAG-CCCCGATGCATCTCCTT 55 

GACATGCATGCTGCTGCGTGCGTGCCTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGC 27C 

GACATGC-TGC-G-TGC-CG-GTGCCTCCAGGATCTTTGAGATCGCGCCGTCGGCGAGGC IIC 

AGATGTTCCCGTTCCTGCGCGACTCCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGA 33 C 

:'GACGTGCCGCTGGAGACCAACCCCAAGCTCAAGA 1 7 C 

'.GTAATACACCATGCATCTCCCAACGATCTGCTGC 3 9 C 

CCCACGCCGTGTCCGTCTTCGTCATGGTAATACACCATGGATCTCCCAACGATCTACTCC 23 C 

TATGCATTAC-ATAT — A — TATGCTTCCATGGCTTATCAATGTGTATG-G — T GT 43 E 

TA~C-TTACTATATTTACATATGCTTCCATGGCTGACCAATGTGTATGTGCATCCATGT 
-T-GCGATGAATGGTGCAGACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGAT 
GTTGCGATGAATCGCGCAGACGTGCGAGGCGGCTGCGCAGCTGCGGAAAGCCGGGAAGAT 



>gb I DQ245217.il 

Length=780 



Sort alignments for t 
E value Score Pej 
Query start positlc 



Strand=Plus/Pli: 



, Gaps 



= 17/282 



AGGTGACGCGGTTCGCTCTGCTCGAGACGATCAAGGAGGCGCTTCCGGCTGACATGTGGG 
AGGTGACGCGGTTCGCTCTGCTCGAGACGATCAAGGAGGCGCTTCCGGCGGACATGTGGG 
GGCCCGAGATGAGGAACGCGTGGGGCGAGGCATACGATCAACTGGTCGCGGCCATCAAGC 
GGCCGGAGATGAGGAACGCGTGGGGCGAGGCCTACGACCAACTGGTCGCGGCCATCAAGC 

AAGAGATGAAGCCAGCTGAGTAGCTCCA-CC GCACTCATAT-A CCACGCCATT 

AAGAGATGAAGCCCTCTGAGTAGCTC-ATCCATTGTACTCATATCATATGCCACGCAACT 
TTCG-CCGATTGTCCGTTCAACCTTCCTTGCTTCACCAATTCACTCATTTCACCGT-T-G 
TCCGTCC-ATA-TCCGTCCAACTTTCGTTGCTTGACCGGTTCACTCATGTCACCATATTG 
TGTTTGTATTGTGTGTTTATGTGCACTAAAGTC-TATTGTAA 961 
TGTTTGAAGTGTGTGTTTACGTGTACTAACG-CATATTGTAA 726 
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GGAAGGAAGCCATGTCTGCCGCGGAGGGGGCCGTCGTCTTCAGCGAGGAGAAGGAGGCGC 



Sbjct 
Sbjct 
Sbjct 



TGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCT 
TCCTCAAG 145 
TCCTCAAG 219 



. Gaps 



= 1/122 (0^ 



Sbjct 
Query 



Sbjct 



2 35 CCTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 

213 CCT-CAAGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 

2 95 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 

2 72 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 

355 TG 356 

332 TG 333 



= 0/120 (0%) 



Score = 195 bits ( 
Identities = 115/12 
Strand=Plus/Plus 

Query 455 GACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCACCGTCAGGGAGACCAC 
Sb j ct 333 GACGTGCGAGGCTGCTGCGCAGCTGCGGAAAGCCGGGAAGATCACCGTCAGGGAGACCAC 
Query 515 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACTTCGAGGT 
Sbjct 3 93 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACTTTGAGGT 



>gb|AF335504.] 



ind hemoglobin < 



Score = 244 bits (13 
Identities = 425/557 
Strand=Plus/Plus 



77%), Gaps = 57/557 



;ulti-s 



10%) 



noglobin 1 (hbl). 



Sbjct 



CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 

CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 

CGCCAACCTTGGGCTCCGCTTCTTCCTCAAGTACGTACC — C-TG C — C-ATTTCT- 

CGCCAATATTGCCCTCCGCTTCTTCTTGAAGTATGTACATGCGTGTTACTACCATTTCTC 

TATTCTATGTGGAAGCAGCGCAATGAAGCCCCCGATGCATCTCC-1 
I I I I I I I I I I I I I I I I I I I I I I I I I I 

t-tt-t-tgcggaatcagag-attgg-gtttgtgaagcat-taaattgagcaatgcattt 
:-tgcgtg-c-g-t-gcctcc-aggatcttcgagatcgcgccgtcggcgagg 
:gtgtgtctgattgtgttgtaggatcttcgaggtcgcgccg 
;gttcctgcgcgactccgacgtgccgctggagaccaaccccaagci 
:ctcgttcctgcgcaactccgacgtgccgctcgagaagaaccccaagctcaag 
:gtgtccgtcttcgtcatggtaatac-accatgcatctcccaacgatctgct 



-gctg— 



cagatgttci 
acccacgc 



Sbjct 



sctcaag 



ACCCACGCCATGTCCGTCTTCGTCATGGTAATACTACCAT-CAT-1 



—ATT — TCAG— 



GCTA-TGCATTACATATA-TATGCTTC-C 
GCAAGTAAATTTGTTGTGGTA-G 
TGAATGG-T- 



i-TGGCTTATCAATGTGTATG-GTGTTGCGA 
.1111 I I I I I I I I I I I I I I I I 
3-TAGACACTGAC — AG-AATGTGTGCGTGCGTCGCGA 

-T GCAGACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCAC 

I III I I I I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I I III I I I I 
TCAATCGATATTGCAGACATGCGAGGCCGCCGCGCAGCTGCGGAAAGCCGGGAAGGTCAC 

CGTCAGGGAGACCACCCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGT-GGCAG 

iCACCACCCTCAAGAGGCTCGGCGCCACGCACCTCAAGTACGGCGTCGG-AG 



;gtgagag; 



ATGGCCACTTCGAGGTA 
ACGCCCACTTCGAGGTA 



575 



>gb|AC103891.2| 

sequence 
Length=12362 0 



; OJ1175C11, 
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Sbjct 



Sbjct 



Gaps 



'/557 



CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 
CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 

CGCCAACCTTGGGCTCCGCTTCTTCCTCAAGTACGTACC — C-TG C — C-ATTTCT- 

CGCCAATATTGCCCTCCGCTTCTTCTTGAAGTATGTACATGCGTGTTACTACCATTTCTC 
TATTCTATGTGGAAGCAGCGCAATGAAGCCCCCGATGCATCTCC-TTGA-CA-TGCAT — 



:agatgtt( 



GCAAGTAAATTTGTTGTGGTA- 
TGAATGG- 



:tcaag 



rcccgttcctgcgcgactccgacgtgccgctggagaccaaccccaagct 
cagatgttctcgttcctgcgcaactccgacgtgccgctcgagaagaaccccaagctcaag 
acccacgccgtgtccgtcttcgtcatggtaatac-accatgcatctcccaacgatctgct 
acccacgccatgtccgtcttcgtcatggtaatactaccat-cat-i 



GCTA-TGCATTACATATA-TATGCTTC-CA-TGGCTTATCAATGTGTATG-GTGTTGCGA 44; 



-TAAATTGAGCAATGCATTT 



-ATT — TCAG- 



;-TAGACACTGAC — AG-AATGTGTGCGTGCGTCGCGA 

— GCAGACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCAC 

TCAATCGATATTGCAGACATGCGAGGCCGCCGCGCAGCTGCGGAAAGCCGGGAAGGTCAC 

CGTCAGGGAGACCACCCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGT-GGCAG 
III II II I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I II II 
CGTGAGAGACACCACCCTCAAGAGGCTCGGCGCCACGCACCTCAAGTACGGCGTCGG-AG 

ATGGCCACTTCGAGGTA 575 

ACGCCCACTTCGAGGTA 19231 



>gb|AC137696.5 

Length=13e098 

Identities''^ 
Strand=Plus/^ 

Sbjct 13173 
Query 115 



5 OSJNBa0049C20, 



Sbjct 



:-TG C — C-ATTTCT- 



425/557 (77%), Gaps = 57/557 (10%) 
linus 

CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 
CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 
CGCCAACCTTGGGCTCCGCTTCTTCCTCAAGTACGTACC — C- 

TATTCTATGT 

T-TT-T-TGCGGAATCAGAG-ATTGG-GTTTGTGAAGCAT-TAAATTGAGCAATGCATTT 

-GCTG C-TGCGTG-C-G-T-GCCTCC-AGGATCTTCGAGATCGCGCCGTCGGCGAGG 

CGCTGATACATGTGTGTCTGATTGTGTTGTAGGATCTTCGAGGTCGCGCCGTCGGCGAGC 
CAGATGTTCCCGTTCCTGCGCGACTCCGACGTGCCGCTGGAGACCAACCCCAAGCT 
CAGATGTTCTCGTTCCTGCGCAACTCCGACGTGCCGCTCGAGAAGAACCCCAAGCTC 
ACCCACGCCGTGTCCGTCTTCGTCATGGTAATAC-ACCATGCATCTCCCAACGATCT 

ACCCACGCCATGTCCGTCTTCGTCATGGTAATACTACCAT-CAT-T ATT — TCAG — 

GCTA-TGCATTACATATA-TATGCTTC-CA-TGGCTTATCAATGTGTATG-GTGTTGCGA 
GCAAGTAAATTTGTTGTGGTA-G-TAGACACTGAC — AG-AATGTGTGCGTGCGTCGCGA 

TGAATGG-T GCAGACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCAC 

TCAATCGATATTGCAGACATGCGAGGCCGCCGCGCAGCTGCGGAAAGCCGGGAAGGTCAC 
CGTCAGGGAGACCACCCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGT-GGCAG 
CGTGAGAGACACCACCCTCAAGAGGCTCGGCGCCACGCACCTCAAGTACGGCGTCGG-AG 
575 



ITCAAG 
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>gb|AY151390. 

cds 

Length=516 



1/557 



(77%) 



Gaps = 51/551 



10%) 



CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 
CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 

CGCCAACCTTGGGCTCCGCTTCTTCCTCAAGTACGTACC — C-TG C — C-ATTTCT- 

CGCCAATATTGCCCTCCGCTTCTTCTTGAAGTATGTACATGCGTGTTACTACCATTTCTC 

TATTCTATGTGGAAGCAGCGCAATGAAGCCCCCGATGCATCTCC-TTGA-CA-TGCAT — 

'-T-TGCGGAATCAGAG-ATTGG-GTTT "A/. ' t-t/>Ji^ TT '--.Ix ^A^ T ",CATTT 

TG — c-tgcgtg-c-g-t-gcctc:-a"at:t: 

JCTGATACATGTGTGTCTGATTGTGTTGTAGGATCTTCGAGGTCGCGCCGTCGGCGAGC 
CAGATGTTCCCGTTCCTGCGCGACTCCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAG 
CAGATGTTCTCGTTCCTGCGAAACTCCGACGTGCCGCTCGAGAAGAACCCCAAGCTCAAG 
ACCCACGCCGTGTCCGTCTTCGTCATGGTAATAC-ACCATGCATCTCCCAACGATCTGCT 
;CACGCCATGTCCGTCTTCGTCATGGTAATACTACCAT-CAT-T ATT — TCAG — 



GCTA-TGCATTACATATA-TATGCTTC- 



GCAAGTAAATTTGTTGTGGTA-G-TAGACACTGAC — AG-AATGTGTGCGTGCGTCGCGA 

TGAATGG-T GCAGACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCAC 

TCAATCGATATTGCAGACATGCGAGGCCGCCGCGCAGCTGCGGAAAGCCGGGAAGGTCAC 
CGTCAGGGAGACCACCCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGT-GGCAG 
CGTGAGAGACACCACCCTCAAGAGGCTCGGCGCCACGCACCTCAAGTACGGCGTCGG-AG 
ATGGCCACTTCGAGGTA 575 
ACGCCCACTTCGAGGTA 57 4 



-TGGCTTATCAATGTGTATG-GTGTTGCGA 443 



T 



noglobin Hbl mRNA, complet 



noglobin Hbl [Tri 



Sort alignments for this subject sequence by: 
E value Score Percent identity 
Query start position Subject start position 



itities = 138/146 (95%), 

ind=Plus/Plus 



Query 



, , ■ ■ ■ ,A ,A 1 ,A , ,AA T " T T T ^A JGCATACGATCAACTGGTCGCGGCCATCAAGC 
GGCCGGAGATGAGGAACGCGTGGGGCGAAGCCTACGACCAACTGGTCGCGGCCATCAAGC 

AAGAGATGAAGCCAGCTGAGTAGCTC 838 
AAGAGATGAAGCCCTCTGAATAGCTC 507 



Query 235 CCTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 294 

Sbjct 126 CCT-CAAGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 184 

Query 2 95 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 354 

Sbjct 185 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 244 



Strand=Plus/Plus 

Query 17 GGGAAGGAAGCCATGTCTGCCGCGGAGGGGGCCGTCGTCTTCAGCGAGGAGAAGGAGGCG 76 
Sbjct 5 GGG-AGGAAGCCATGTCTGCCGCGGAGAGAGCCGTCGTGTTCAGCGAGGAGAAGGATGCG 63 
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Query 7 7 CTGGTGCTCARGTCATGGGCCATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTC 136 

Sbjct 6 4 CTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTC 123 

Query 137 TTCCTCAAG 145 

Sbjct 124 TTCCTCAAG 132 

Score = 167 bits (90), Expect = 2e-37 
Identities = 110/120 (92%), Gaps = 0/120 (0%) 
Strand=Plus/Plus 

Query 455 GACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCACCGTCAGGGAGACCAC 514 
Sbjct 2 46 GACGTGTGAGGCGGCAGCCCAGCTGCGGAAAGCCGGGAAGATCACCGTGAGGGAGACCAC 305 
Query 515 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACTTCGAGGT 574 
Sbjct 3 06 CCTGAAGAGGCTGGGCGGGACGCACTTGAAATACGGCGTGGCGGATGGCCACTTTGAGGT 365 

subsp. parviglumis hemoglobin gene, complete cds 

Score = 185 bits (100), Expect = 5e-43 
Identities = 114/121 (95%), Gaps = 0/121 (0%) 
Strand=Plus/Plus 

Query 239 CAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTCCGA 298 
Sbjct 2 45 CAGGGTCTTCGAGATCGCGCCGTCGGCGAAGCAGATGTTCTCGTTCCTGCGCGACTCCGA 304 
Query 2 99 CGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCATGGT 358 
Sbjct 3 05 CGTGCCGCTGGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCATGGT 364 
Query 359 A 359 
Sbjct 365 A 365 

>gb I EU968226.il HIS Zea mays clone 316935 non-symbiotic hemoglobin 2 mRNA, complete 

Length=817 

GENE ID: 541815 LOC541815 I hemoglobin [Zea mays] (10 or fewer PubMed links) 

Score = 1R„ 1 It ' / , Expect = 2e-41 
Identities 114/17; '4%), Gaps = 1/122 (0%) 
Strand=Plu.s/lM II.-, 

Query 235 _ . -_ _ TCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 294 

Sbjct 221 CCTCAAGG-TCTTCGAGATCGCGCCGTCGGCGAAGCAGATGTTCTCGTTCCTGCGCGACT 279 
Query 2 95 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 354 
Sbjct 2 80 CCGACGTGCCGCTGGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCA 339 
Query 355 TG 356 
Sbjct 340 TG 341 

>gb IBT040115.il Zea mays full-length cDNA clone ZM_BFc0066D21 mRNA, complete 

cds 

Length=760 

GENE ID: 541815 LOC541815 | hemoglobin [Zea mays] (10 or fewer PubMed links) 

Score = 178 bits (96), Expect = 8e-41 
Identities = 113/121 (94%), Gaps = 1/121 (0%) 
Strand=Plus/Plus 

Query 236 CTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTC 295 
Sbjct 156 CTCAAGG-TCTTCGAGATCGCGCCGTCGGCGAAGCAGATGTTCTCGTTCCTGCGCGACTC 214 
Query 2 96 CGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCAT 355 
Sbjct 215 CGACGTGCCGCTGGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCAT 274 
Query 356 G 356 
Sbjct 2 75 G 2 75 

>gb I DQ244258.il Zea mays clone 3955 mRNA sequence 

Score = 178 bits (96), Expect = 8e-41 
Identities = 113/121 (94%), Gaps = 1/121 (0%) 
Strand=Plus/Plus 

Query 236 CTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTC 295 
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;-TCTTCGAGATCGCGCCGTCGGCGAAGCaGATGTTCTCGTTCCTGCGCGACTC 359 

2 96 CGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCAT 355 

3 6 0 CGACGTGCCGCTGGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCAT 419 



>ref |NM_001111496.1| ttlSl Zea mays hemoglobin (LOC541815) , mRNA 

gb|AF236080.1|AF236080 IMS Zea mays hemoglobin mRNA, complete cds 
Length=8 85 

GENE ID: 541815 LOC541815 | hemoglobin [Zea mays] (10 or fewer PubMed links) 

Score = 178 bits (96), Expect = 8e-41 
Identities = 113/121 (94%), Gaps = 1/121 (0%) 
Strand=Plus/Plus 

Query 236 CTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACTC 295 
Sbjct 292 CTCAAGG-TCTTCGAGATCGCGCCGTCGGCGAAGCAGATGTTCTCGTTCCTGCGCGACTC 350 
Query 2 96 CGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCAT 355 
Sbjct 351 CGACGTGCCGCTGGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCAT 410 

Query 356 G 356 



>gb I AY108330.il ^5 Zea mays PC0112753 mRNA sequence 

Length=1007 

Score = 174 bits (94), Expect = le-39 
Identities = 113/122 (93%), Gaps = 1/122 (0%) 
Strand=Plus/Plus 

Query 2 35 CCTCCAGGATCTTCGAGATCGCGCCGTCGGCGAGGCAGATGTTCCCGTTCCTGCGCGACT 294 
Sbjct 283 CCTCAAGG-TCTTCGAGATCGCGCCGTCGGCGAAGCAGATGTTCTCGTTCCTGCGCGACT 341 
Query 2 95 CCGACGTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCA 354 
Sbjct 3 42 CCGACGTGCCGCTAGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCA 401 
Query 355 TG 356 
Sbjct 402 TG 403 

>gb I AY005818.il Zea mays hemoglobin gene, complete cds 
Length=8 74 

Score = 172 bits (931. Expect = 4e-39 

!%), Gaps = 3/122 (2%) 

Query 239 CAGGATCTTCGAGATCGCGCCGTCGGC-GAGGCAGATGTTCCCGTTCCTGCGCGACTCCG 297 

Sbjct 2 55 '"AGG-TCTTCGAGATCGCGCCGTCGGCGGA-GCAGATGTTCTCGTTCCTGCGCGACTCCG 312 

Query 2 58 A'^GTGCCGCTGGAGACCAACCCCAAGCTCAAGACCCACGCCGTGTCCGTCTTCGTCATGG 357 

Sbjct 313 ACGTGCCGCTAGAGAAGAACCCCAAGCTCAAGACGCACGCCATGTCCGTCTTCGTCATGG 372 

Query 358 TA 359 

Sbjct 373 TA 374 

>einb|FP098496.1| Phyllostachys edulis cDNA clone: bphyem203e02, full insert s( 



Sort alignments for this subject sequence by; 
E value Score Percent Identity 
Query start position Subject start posltlc 



Query 6 93 AGGTGACGCGGTTCGCTCTGCTCGAGACGATCAAGGAGGC-GCTTCCGGCTGACATGTGG 751 

Sbjct 2043 AGGTGACAAGGTTCGCGCTGCTTGAGACGATAAAGGAGGCTG-TTCCGGCTGACATGT-G 2100 

Query 752 GGGCCC-GAGATGAGGAACGCGTGGGGCGAGGCATACGATCAACTGGTCGCGGCCATCAA 810 

Sbjct 2101 GGGCCCGGAGATGAAGAACGCTTGGGGCGAAGCCTACGACCACCTGGTCGCGGCCATCAA 2160 

Query 811 GCAAGAGATGAAGCCAGCTGAGTA 83 4 
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Sbjct 2161 GCAAGAGATGAAGCCATCTGCGTA 2184 

Score = IGl bits (87), Expect = 8e-36 
Identities = 110/121 (91%), Gaps = 2/121 (1%) 

Strand=Plus/Plus 

Query 455 GACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCACCGTCAGGGAGACCAC 514 
Sbjct 1927 GACGTGCGAGGCGGCTGTGCAGCTGCGGAAATCCGGCGAGGTCACCGTCAGGGAGACCAC 1986 
Query 515 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACT-TCGAGG 573 
Sbjct 1987 CCTGAAGAGGCTGGGCGCCACGCACTTCAAGTACGGCGTGGCAGATGGCCACTAT-GAGG 2045 
Query 574 T 574 
Sbjct 2046 T 2046 

Score = 152 bits (82), Expect = 5e-33 
Identities = 84/85 (99%), Gaps = 0/85 (0%) 
Strand=Plus/Plus 

Query 55 CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 114 

Sbjct 1723 CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 1782 
Query 115 CGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct 1783 CGCCAACCTTGGGCTCCGCTTCTTC 1807 



Sort alignments for this subject sequence by: 
E value Score Percent identity 
Query start position Subject start position 

Score = 169 bits (91), Expect = 5e-38 
Identities = 127/144 (89%), Gaps = 4/144 (2%) 

Strand=Plus/Plus 

Query 6 93 AGGTGACGCGGTTCGCTCTGCTCGAGACGATCAAGGAGGC-GCTTCCGGCTGACATGTGG 751 
Sbjct 457 AGGTGACAAGGTTCGCGCTGCTTGAGACGATAAAGGAGGCTG-TTCCGGCTGACATGT-G 514 
Query 752 GGGCCC-GAGATGAGGAACGCGTGGGGCGAGGCATACGATCAACTGGTCGCGGCCATCAA 810 
Sbjct 515 GGGCCCGGAGATGAAGAACGCTTGGGGCGAAGCCTACGACCACCTGGTCGCGGCCATCAA 574 
Query 811 GCAAGAGATGAAGCCAGCTGAGTA 834 
Sbjct 575 GCAAGAGATGAAGCCATCTGCGTA 598 

!e-36 
2/12] 

Query 455 GACCTGCGAGGCGGCTGCGCAGTTGCGGAAAGCCGGCAAGATCACCGTCAGGGAGACCAC 514 
Sbjct 3 41 GACGTGCGAGGCGGCTGTGCAGCTGCGGAAATCCGGCGAGGTCACCGTCAGGGAGACCAC 400 
Query 515 CCTGAAGAGGCTGGGCGGCACGCACTTGAAATACGGCGTGGCAGATGGCCACT-TCGAGG 573 
Sbjct 401 CCTGAAGAGGCTGGGCGCCACGCACTTCAAGTACGGCGTGGCAGATGGCCACTAT-GAGG 459 

Query 574 T 574 

Sbjct 460 T 460 



;trand=Plus/Plu; 



Query 115 CGCCAACCTTGGGCTCCGCTTCTTC 13 9 
Sbjct 197 CGCCAACCTTGGGCTCCGCTTCTTC 221 

>gb I AC210470.il ilsl Oryza glaberrima clone OG_BBaO 0 42O02 , complete sequence 

Length=128640 

Identities'^= 103/116^'(89%?r^Gaps =^4/116 (3%) 
Str and=Plus /Minus 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 

Sbjct 2 0311 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 2 0 21 
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Eength=!793' 

:::: i ^nnnLn:nmi= 



Wentities^=Jo3Air(b%)rGaps Jt/lls (3'- 



Identities^=Jo3Air(b%)rGaps Jt/lls 



>einb I CU406294.il Oryza ruflpogon (W1943; 
LengtS=l8 7 



5up) cDNA clone :OSIGCPIi 
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Score = 132 bits (71), Expect = 6e-27 
Identities = 93/103 (91%), Gaps = 4/103 (3%) 

Strand=Plus/Plus 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 
Sbjct 107 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 164 
Query 9 7 CATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct 165 CATCATGAAGAAGGATTCCGCCAACATTGGACTCCGCTTCTTC 207 



>dbj IAK241096.il ll) Oryza sativa Japonica Group cDNA, clone: J065076O13, full insert 

Length=2 451 

Score = 132 bits (71), Expect = 6e-27 
Identities = 93/103 (91%), Gaps = 4/103 (3%) 
Strand=Plus/Plus 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 

Sbjct 1797 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 185 4 
Query 9 7 CATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct 1855 CATCATGAAGAAGGATTCCGCCAACATTGGACTCCGCTTCTTC 1897 

>ref |NM_001055972.1| Oryza sativa Japonica Group Os03g0226200 (Os03g0226200) mRNA, 



Expect = 6e-27 
;) , Gaps = 4/103 (3%) 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 
Sbjct 117 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 174 
Query 9 7 CATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct 175 CATCATGAAGAAGGATTCCGCCAACATTGGACTCCGCTTCTTC 217 

>dbj IAK121522.il Oryza sativa Japonica Group cDNA clone : J033 028N03, full insert 

sequence 

Length=7 9 0 

GENE ID: 4332123 Os03g0226200 I Os03g0226200 [Oryza sativa Japonica Group] 

Score = 132 bits (71). Exoect = 6e-27 

ips = 4/103 (3%) 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 
Sbjct 119 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 176 
Query 9 7 CATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct 177 CATCATGAAGAAGGATTCCGCCAACATTGGACTCCGCTTCTTC 219 

>gb|U76031.1|OSU76031 HH Oryza sativa hemoglobin 2 mRNA, complete cds 
Length=786 

Score = 132 bits (71), Expect = 6e-27 
Identities = 93/103 (91%), Gaps = 4/103 (3%) 

Strand=Plus/Plus 

Query 3 9 CGGAGGGG-GCCGTC-GTCTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGC 96 
Sbjct 108 CGG-GGGGAGCGGTCAG-CTTCAGCGAGGAGCAGGAGGCGCTTGTGCTCAAGTCGTGGGC 165 
Query 9 7 CATCATGAAGAAGGATTCCGCCAACCTTGGGCTCCGCTTCTTC 139 
Sbjct lee CATCATGAAGAAGGATTCCGCCAACATTGGACTCCGCTTCTTC 208 

>ref |NM_001056011.1| ^.IS Oryza sativa Japonica Group Os03g0233900 (Os03g0233900) mRNA, 

GENE ID: 4332166 Os03g0233900 | Os03g0233900 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 119 bits (64) , 
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Strand=Plus/Plus 

Query 55 CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 114 
Sbjct 139 CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 198 
Query 115 CGCCAACCTTGGGCTCCGCTTCTTC 13 9 
Sbjct 199 CGCCAATATTGCCCTCCGCTTCTTC 223 

>dbj IAK064054.il Oryza sativa Japonica Group cDNA clone: 001-125-F02, full insert 

Length=7 99 

GENE ID: 4332166 Os03g0233900 | Os03g0233900 [Oryza sativa Japonica Group] 
(10 or fewer PubMed links) 

Score = 119 bits (64), Expect = 5e-23 
Identities = 78/85 (92%), Gaps = 0/85 (0%) 
Strand=Plus/Plus 

Query 55 CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 114 
Sbjct 13 9 CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 198 
Query 115 CGCCAACCTTGGGCTCCGCTTCTTC 13 9 
Sbjct 199 CGCCAATATTGCCCTCCGCTTCTTC 223 

>gb|U76030.1|OSU76030 ^1.^ Oryza sativa hemoglobin 1 mRNA, complete cds 

Score = 119 bits (64), Expect = 5e-23 
Identities = 78/85 (92%), Gaps = 0/85 (0%) 
Strand=Plus/Plus 

Query 55 CTTCAGCGAGGAGAAGGAGGCGCTGGTGCTCAAGTCATGGGCCATCATGAAGAAGGATTC 114 
Sbjct 136 CTTCAGCGAGGAGCAGGAGGCGCTGGTGCTCAAGTCATGGGCGATCTTGAAGAAGGATTC 195 
Query 115 CGCCAACCTTGGGCTCCGCTTCTTC 13 9 
Sbjct 196 CGCCAATATTGCCCTCCGCTTCTTC 22 0 
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